. Gene tree estimation error, with and without binning for simulated datasets. We show the average gene tree estimation error for the simulated datasets analyzed in this paper. Results are shown for fixed number of genes (1000 for avian and 200 for mammalian, 100 for 15-taxon and 100 for 10-taxon). We fixed the level of ILS to 1X for avian, mammalian and 15-taxon datasets; and varied the level of ILS for 10-taxon datasets with 100bp sequence length. Gene tree error is mean topological distance, measured using the missing branch rate between the true gene tree and all 200 bootstrap replicates of each estimated gene tree. For the supergene trees, each bootstrap replicate of each supergene tree is compared separately against each true gene tree for the genes put in that bin. "n.a." stands for "not available".
